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AB1 NAB2 AZA1 AZA2
1000 pg/ml* ±1000 pg/ml# ±2000 pg/ml& ±10000 pg/ml$
4000 pg/ml ±5000 pg/ml ±4000 pg/ml& ±2000 pg/ml$
3000 pg/ml ±5000 pg/ml ±4000 pg/ml ±1000 pg/ml$
3000 pg/ml* ±6000 pg/ml ±4500 pg/ml& ±3000 pg/ml$
1500 pg/ml* ±4000 pg/ml ±1500 pg/ml& ±4500 pg/ml
8900† ±70000‡ ±20000 ±71000
3000 ±4500 ±5300 ±60004
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Results: Control LPS high dose Tolerant N
ELISA
TNF ±500 pg/ml ±20000 pg/ml ±1000 pg/ml ±
MIP ±50 pg/ml ±3000 pg/ml ±100 pg/ml ±
IL-1 ±70 pg/ml ±6000 pg/ml ±200 pg/ml ±
IL-6 ±58 pg/ml ±9000 pg/ml ±40 pg/ml ±
IL-10 ±50 pg/ml ±2000 pg/ml ±100 pg/ml ±
RT-PCR
TNF ±100 ±40000 ±1000 ±
IL-1 ±150 ±30000 ±2500 ±
ELISA
NAB1, * p < 0.05 compared to NAB2
NAB2, # p < 0.05 compared to LPS high dose
AZ1 & p< 0.05 compared to AZ2
AZ2, $ p < 0.05 compared to LPS high dose
RT-PCR
NAB1, † p < 0.05 compared to NAB2
NAB2, ‡p < 0.05 compared to LPS high dose
AZ2, 4 p < 0.05 compared to LPS high dose
Results are expressed as means± SEM. Comparisons among the group
were performed by using paired t-test.
Conclusion: Tolerance is regulating the expression of the
inﬂammatory genes differentially: 1-the epigenetic mech-
anism involved in regulating the expression of the genes:
MIP2 and IL1 is the demethylation of histones, 2- however,
the epigenetic regulation of IL6 and IL10 is through hyperme-
thylation and 3-the gene: TNF is regulated by demethylation
and hypermethylation.
doi:10.1016/j.ijid.2010.02.1977
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Clinical and phylogenetic characteristics of Escherichia
coli urinary tract infections
S.Y. Lee ∗, J.H. Kim, J.K. Hur, J.H. Kang
The Catholic university of Korea, Seoul, Korea, Republic of
Background: We aimed to investigate the clinical and
phylogenetic characteristics of Escherichia coli Urinary Tract
Infections (E. coli UTI).
Methods: We enrolled patients with culture-proven E.
coli UTI, who were admitted at the study hospital from
September 2008 to August 2009. We investigated clinical
data of patients with E. coli UTI and characteristics of iso-
lated E. coli strains. The phylogenetic groups were classiﬁed
using triplex polymerase chain reaction (PCR), and the dis-
tribution of nine virulent genes was determined by multiplex
PCR.
Results: A total of 47 patients have participated in this
study. Thirty (63.8%) were under 6 months; eight (17.0%)
were between 6-12 months; and nine (19.1%) were over 12
months. We compared two age groups between under 6-
month and over 6-month. In the age group under 6-month,
higher proportion of male (P = 0.002) and group B2 strains
(P = 0.020) were observed. In contrast, higher proportion of
female and group non-B2 strains were observed in age group
over 6-month. In the comparison of phylogenetic groups,
group B2 showed higher distribution of virulent genes,
while group D included more strains resistant to trimetho-
prim/sulfamethoxazole (TMP/SMZ) than other groups.
C
S
1
3Conclusion: We showed the age group-speciﬁc difference
n the distribution of phylogenetic groups; more male and
roup B2 strains in age group under 6-month, while more
emale and group non-B2 in age group over 6-month. How-
ver, further evaluation including larger number of patients
ill be necessary to conﬁrm above thesis in future molecular
pidemiological studies.
oi:10.1016/j.ijid.2010.02.1978
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Background: Meningococcal invasive disease (MID) is
ndemic/ hyperendemic/ epidemic at La Plata city, Buenos
ires, Argentina and its surrounding areas. First isolation
f N. meningitids W135 (NmW135) in Argentina was made
n 1981 in this location and, since then, sporadic cases
ccurred. MID is a rare disease in persons older than 15 years
f age in our country. The aim of this study is to describe
he clinical presentation, age group and fatality rate for
mW135 MID.
Methods: We prospectively studied 707 inpatients with
ID in a 13-year period; children accounted for 99.4%
n = 703). Blood and CSF cultures and isolation were made
y standard methods, identiﬁcation with DIFCO serum, and
or the last three years PCR gen (crgA) by M. Taha method (J
lin Microbiol 2000; 38:855-857) at Microbiology Laboratory,
or María Ludovica Childrenˇıs Hospital, La Plata, Argentina.
Results: First period (1996-2001): 419 MID total cases and
.2% (n = 5) were caused by NmW135. Age group (range):
months-9 years old. Clinical presentation: sepsis and
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strains was observed. The characteristics as sample type
(diarrhea or control), date and EPEC type do not observed
closely related in the dendogram.
doi:10.1016/j.ijid.2010.02.1981222 14
urulent meningitis; no fatalities occurred. Second period
2002-2008): 288 MID total cases and 5.9% (n = 17) were
aused by NmW135. This serogroup emerged in the year 2007
n = 6) and the peak occurred in 2008 (n = 10). Age group
range): 1 month-58 years old. Clinical presentation was
acteremia (5.9%), bacteremia and pneumonia (5.9%), bac-
eremia and arthritis (5.9%), fulminant sepsis (23.5%), and
epsis with purulent meningitis (58.8%). Considering both
eriods, 4 adults were affected; age (range): 21 to 58 years
ld. The global fatality rate was 17.6% but in adults it was
0%.
Conclusion: We alert for the emergence of MID caused by
mW135with an unusual frequency in 2007. According to the
ational Reference Laboratory at the National Institute of
nfectious Diseases Dr. Carlos G. Malbran, NmW135 increased
rom 1.3% (1998-1999) to 11.6% (2006-2007), achieving 38.9%
n 2008. Clinical and microbiological laboratory data are
ecessary for epidemiological surveillance to detect early
hanges in frequency and Nm serogroup incidence. The
echanism by which a strain causes sporadic or epidemic
ases and the importance of a change in serogroup strains
emain unknown.
oi:10.1016/j.ijid.2010.02.1979
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almonella prosthetic joint infections: An uncommon
ntity
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arculescu, H.A. Demos
Medical University of South Carolina, Charleston, SC, USA
Background: Salmonella Prosthetic Joint Infection (PJI) is
rare entity, with twenty cases reported in the literature to
ate. S. typhimurium is themost commonly isolated species.
Methods: We conducted a medline search for all cases
nd series of Salmonella prosthetic joint infections pub-
ished between 1967-2008.We found twenty cases reported
n the literature, which are summarized in Table I.
Results: We present two cases of Salmonella PJI seen
t our institution between 1995-2009. Both cases had an
nvolvement of a total hip arthroplasty (THA). A preceding
iarrheal illness was only identiﬁed in one case. Salmonella
ivingstone was isolated from intraoperative cultures in
his case; S.enteritidis from the second patient. Symptoms
t presentation in both cases were fever and hip pain.
oth cases presented in the late post-operative period.
he surgical therapy included resection of prosthesis in one
nd, debridement with retention in the other, followed by
irected prolonged intravenous antimicrobial therapy. The
utcome in one patient is favorable at two months of follow-
p. The other patient died from an unrelated complication
fter eight weeks of therapy.
Conclusion: Salmonella spp is an uncommon cause of
JI. To our knowledge, this is the ﬁrst reported case
f Salmonella livingstone PJI. Identiﬁable risk factors for
almonella PJI are uncommon. A combination of surgical and
edical modalities is required for successful management of
uch infections
oi:10.1016/j.ijid.2010.02.1980ternational Congress on Infectious Diseases (ICID) Abstracts
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Background: Enteropathogenic Escherichia coli (EPEC)
re a leading cause of infantile diarrhea in developing coun-
ries.The aim of this study was to determine the genetic
iversity of EPEC isolated.
Methods: 182 EPEC strains isolated from a cohort diarrhea
tudy in Peruvian children were characterized for the Pulse
ield Gel-Electrophoresis (PFGE). The strains were distin-
uished between typical (tEPEC) and atypical (aEPEC) EPEC
sing PCR for bfpA gene.
Results: A dendogram of 182 EPEC strains (98 from diar-
hea cases and 84 from controls; 35 were tEPEC and 147 were
EPEC) based of XbaI-digested DNA pattern was created
ith the InfoQuest (Bio Rad) software using Dice similar-
ty indices. PFGE, which revealed 171 distinct pulsed-ﬁeld
atterns (PP) based on a difference of a single band as a
asis for discrimination between isolates, were arranged in
evealed 28 clusters (I-XXVII; 1-44 strains per group) with
eneral similarity of 80% according to the Dice similarity
ndex. Four strains were not typeable by PFGE because it
epeatedly produced only a smear of degraded DNA after
FGE. Each cluster gathered strains belonging to different
ate of isolated, sample type (isolated from diarrhea cases
r control) or EPEC type (tEPEC or aEPEC). Two exceptions
ere cluster IX and XIX, which gathered only strains (6 and
respectively) isolated from diarrhea cases. The clusters
XVI, XXVII and XXVIII shown the most divergent pattern and
onstituting a separated groups from other strains analyzed
nd are formed exclusively by one strains each group (aEPEC
solated from diarrhea in all cases).
Conclusion: The 182 strains showed 28 different PFGE
atterns. A high degree of polymorphism among different
